We report the draft genome sequence of Mycobacterium mageritense strain DSM 44476 T (CIP 104973), a nontuberculosis species responsible for various infections. The genome described here is composed of 7,966,608 bp, with a G؉C content of 66.95%, and contains 7,675 protein-coding genes and 120 predicted RNA genes. 
, and functional annotation was achieved using BLASTP against the GenBank database (24) and the Clusters of Orthologous Groups (COGs) database (25, 26) . The genome was shown to encode at least 120 predicted RNAs, including 4 rRNAs, 95 tRNAs, 1 tmRNA, and 20 miscellaneous RNAs. A total of 7.675 genes were identified, representing a coding capacity of 7,385,502 bp (coding percentage, 92.7%). Among these genes, 7,615 (99.2%) genes matched a least one sequence in the COGs database with BLASTP default parameters, 972 (12.66%) encode putative proteins, and 1,431 (18.64%) were assigned as hypothetical proteins.
Nucleotide sequence accession numbers. The Mycobacterium mageritense strain DSM 44476 T genome sequence has been deposited at EMBL under the accession numbers CCBF010000001 through CCBF010000006.
